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CORRECTION
Correction to: Genome-wide SNP data 
unveils the globalization of domesticated pigs
Bin Yang1†, Leilei Cui1†, Miguel Perez‑Enciso3,4, Aleksei Traspov5, Richard P. M. A. Crooijmans2, 
Natalia Zinovieva5, Lawrence B. Schook6, Alan Archibald7, Kesinee Gatphayak8, Christophe Knorr9, 
Alex Triantafyllidis10, Panoraia Alexandri10, Gono Semiadi11, Olivier Hanotte12, Deodália Dias13, Peter Dovč14, 
Pekka Uimari15, Laura Iacolina16,17, Massimo Scandura17, Martien A. M. Groenen2, Lusheng Huang1* 
and Hendrik‑Jan Megens2* 
© The Author(s) 2020. This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing, 
adaptation, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and 
the source, provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material 
in this article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material 
is not included in the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds 
the permitted use, you will need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://crea‑
tivecommons.org/licenses/by/4.0/. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/publicdo‑
main/zero/1.0/) applies to the data made available in this article, unless otherwise stated in a credit line to the data.
Correction to:  Genet Sel Evol (2017) 49:71  
https ://doi.org/10.1186/s1271 1-017-0345-y
After publication of this work [1], we noticed that 
information regarding the university is missing in the 
affiliation for Bin Yang, Leilei Cui and Lusheng Huang 
(affiliation 1).
The correct affiliation should be: National Key Labora-
tory for Pig Genetic Improvement and Production Tech-
nology, Jiangxi Agricultural University, Nanchang, China.
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